INTRODUCTION
Cultivated finger millet (Eleusine coracana subsp. coracana) is an allotetraploid (2n=4x=36) nutri-cereal crop and it belongs to the Poaceae family and Chloridoideae sub-family . It is adapted to a wide range of agro-climatic conditions and provides critical plant genetic resources upon which millions depend for food and rural household incomes on infertile and marginal lands (Hilu et al., 1979) . Finger millet is known for its excellent nutritional value having high protein, methionine and other essential amino acids. It also has some medicinal properties viz., hypoglycemic, hypocholestromic and is rich in antioxidants, hence highly valued for diabetics and for better gastrointestinal health (Devi et al., 2011) . It is also known as a food security crop in the times of famine due to its excellent storage quality, where small seeds can be stored for years without damage from storage insects .
Over the last two decades, area and production of finger millet are in declining phase due to the replacement of this crop by other competitive crops, so there is a need to increase its productivity. To achieve this, efforts have been made in realizing high yield potential using genetic resources across the world. Improved finger millet varieties have been developed mostly by selection or hybridization followed by selection. Such varieties have a maximum yield potential of 50-55 q/ha (Gowda, 2014 ), but it is almost reaching stagnation. To achieve higher yield potential, release of maximum variability is essential, but in finger millet this release of variability is Impact Factor (JCC): 5.9857 NAAS Rating: 4.13 slow and arduous because of its polyploid nature and difficulty in hybridization. Polyploidy nature of crop demands greater shuffling of genes for reaching higher genetic potential, which can be achieved by using recurrent selection method.
In finger millet crossing program, emasculation is very difficult due to its small florets. However, some of the crossing methods viz., hot water method, polybag method, use of gametocides and contact method have been followed. In the absence of robust morphological marker in parent's identification of F 1 's is very difficult. Utility of molecular marker in testing hybridity is not practicable because of low recovery of hybrids. The use of robust phenotypic markers in crossing program to identify hybrids can enhance recombination breeding. Virescence marker is one of that kind, which expresses stably during the seedling stage and helps to identify 
MATERIAL AND METHODS
The experiment was carried out in Project Coordinating Unit (Small millets) 
RESULTS AND DISCUSSIONS
During Kharif 2014, nineteen virescent lines, their corresponding top crosses and checks were evaluated under augmented design. Analysis of variance revealed significant differences among test entries for all the traits except productive tillers per plant and plant height (Table 1 ). Significant differences were also observed among the checks for all In this study superior virescent lines having high breeding value along with high per se mean and high topcross progeny mean were selected. For days to flowering, virescent lines having low per se mean and low topcross progeny mean is selected ( Table 2 ). Superior virescent lines are tabulated in Table 2 Parent-offspring correlation coefficient was calculated to ascertain the relationship between parent and offspring.
Significant parent-offspring correlation was observed for plant height, finger length, finger number, fodder weight and grain yield (Table 3 ). This indicates the authentic nature of breeding values computed for these traits. Therefore, selection of parents could be made based on the breeding value of these traits.
However, other genetic parameter, regression of breeding value (A) over phenotypic value (P) (b AP ) which is analogous to heritability is also an important criteria to select parents based on per se mean. Among the traits under study, finger length (0.84 ± 0.1), productive tillers (0.53 ± 0.1) and finger number per ear (0.5 ± 0.14) had highest heritability.
Fodder weight (0.03 ± 2.71) and grain yield (0.09 ± 0.7) have shown low heritability compared to other traits (Table 3) , which can be due to the complexity of the traits and are greatly influenced by environment. Thus lines selected based on their breeding value, per se mean and topcross progeny mean value would be a good resource for recombination breeding in finger millet
CONCLUSIONS
Thus lines selected for grain yield viz., 7-1, 4-1 and 17-6 and yield related traits based on their breeding value, per se mean and topcross progeny mean value would be good resource for recombination breeding in finger millet. 
